The SV40 T antigen database is a listing of plasmids and/or viruses that express mutant forms of the virus-encoded large T antigen protein. The parental virus strain, nucleic acid sequence of the mutations, the effect of the mutation on the T antigen amino acid sequence, and key references are included in the listing. The database is available from the authors as a Macintosh FileMaker Pro file, or as a hard copy printout.
Simian virus 40 (SV40) continues to be a powerful model system for the dissecting molecular events involved in DNA replication, transcriptional regulation, control of cell proliferation, and tumorigenesis (1) . The SV40 virion consists of three viral-encoded capsid proteins, and cellular nucleosomes assembled on a molecule of circular, double-stranded DNA of 5243 bp. This simple genome structure and replication strategy, coupled with the ease with which it can be propagated in the laboratory, makes SV40 particularly amenable to molecular analysis. During the 1960s and early 1970s a series of temperature-sensitive and deletion mutants of SV40 were isolated and characterized. These studies localized the position of the capsid genes on the viral genome, and identified an additional, termed gene A, that was required for a number of viral functions, including the initiation of viral DNA replication.
Gene A encodes a 708 protein called large tumor antigen (T antigen). T antigen is a multifunctional protein that plays roles in several aspects of viral infection including: (i) the initiation and elongation steps of DNA replication; (ii) repression of viral early gene transcription; (iii) trans-activation of capsid gene transcription; and (iv) virion assembly. Additionally, T antigen is an oncogene whose expression is often sufficient to induce cell transformation or tumorigenesis. Consequently, a number of laboratories have used T antigen to approach problems in replication, transcription and transformation (2-4). Many of these studies have involved the use of SV40 mutants that specifically alter the structure of T antigen.
We have compiled many of the published mutants affecting T antigen into a database. Mutations listed in the database include those that have been constructed in vitro, as well as many that were isolated from cell culture systems. Where possible we have listed the parental wild-type SV40 strain and the exact nucleotide sequences changes for each mutant. The collection includes base pair substitutions that either result in premature chain termination, or in amino acid substitutions, deletion and/or insertion mutations, duplications and gene fusions. Table 1 represents a sample of the SV40 mutant large T antigen database. The database was created using FileMaker Pro v 2.0 for the Macintosh, and presently contains information on 498 SV40 large T antigen mutants. The majority of entries represent published mutations which have been sequenced. Those mutations which have not been published are indicated in the references provided with the database. The database is by no means an exhaustive list of all SV40 large T antigen mutants in existence. If omissions are noted by users of the database, we will gladly rectify the situation upon notification.
Within the FileMaker database are six columns (fields) for data entry. The first column indicates the name given to a particular T antigen mutant by the laboratory which created it. The type of mutation is indicated in the second column. The third column indicates the parental SV40 viral strain for each T antigen mutant. The fourth column indicates how the T antigen coding sequence has been affected by each mutation. The limits of each nucleotide aberration are shown using the numbering system of Tooze (1) . For brevity a number of abbreviations have been utilized; ∆ = deletion; ins = insertion; bp = base pair; > = nucleotide change from the nucleotide indicated before the symbol to the nucleotide indicated after the symbol. The effect of the indicated nucleotide aberrations on the resulting encoded T antigen are shown in the fifth column. The single letter amino acid code has been used in this column. Again a number of abbreviations have been utilized; ∆ = amino acid residues missing from the mutant large T antigen; > = amino acid change from the residue indicated before the symbol to the residue indicated after the symbol; STOP = termination codon; aa = amino acid residue, ins = insertion. The last column indicates the reference from which the information for a particular T antigen mutant was derived. For more information on a particular database entry, the indicated reference should be consulted.
This database is available from the authors as a Macintosh FileMaker Pro file or as a hard copy printout for individuals who do not have access to the necessary software. Depending on the level of interest in this database, future versions may be made available for access through the Internet.
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A>T (5011) K>D (51) A>C (4360) N>T (153) 3012 Substitution, Truncation SV-S A>T (4427) K>STOP (131)
G>A (4425) T>C (4423) A>T (4422) G>T ( 
